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LOCUS AF134837 2982 bp DNA linear BCT 14-OCT-1999 

DEFINITION Amycolatopsis mediterranei aspartokinase and aspartate-semialdehyde 

dehydrogenase operon, complete sequence. 
ACCESSION AF134837 
VERSION AF134837.1 GI:5733410 
KEYWORDS 

SOURCE Amycolatopsis mediterranei 
ORGANISM Amycolatopsis mediterranei 

Bacteria." Actinobacteria; Actinobacteridae; Ac tinomyce tales! 
Pseudonocardineae; Pseudonocardiaceae,* Amycolatopsis. 
REFERENCE 1 (bases 1 to 2982) 
AUTHORS Zhang, W., Jiang.W., Zhao,G., Yang,Y. and Chiao.J. 
TITLE Sequence analysis and expression of the aspartokinase and aspartate 
semialdehyde dehydrogenase operon from rifamycin SV-producing 
amycolatopsis mediterranei 
JOURNAL Gene 237 (2), 413-419 (1999) 
PUBMED 10521665 
REFERENCE 2 (bases 1 to 2982) 
AUTHORS Zhang, W., Jiang,W.H., Zhao.G.R, Yang,YL. and Chiao, J.S. 
TITLE Direct Submission 

JOURNAL Submitted (13-MAR- 1999) Microbiology, Shanghai Institute of Plant 
Physiology, Academia Sinica, 300 Fenglin Road, Shanghai, SH 200032, 
P.R.China 

FEATURES Location/Qualifiers 
source 1..2982 

/organism-' Amycolatopsis mediterranei" 

/mol_type=" genomic DNA" 

/strain="U32" 

/db_xref= tt taxon:33910 M 
gene 220..2525 

/gene- ' aspartokinase and aspartate-semialdehyde 

dehydrogenase operon" 
gene 220.. 1485 



/gene="askA M 
CDS 220.. 1485 

/gene="askA" 
/codon_start=l 
/transl_table=ll 

/product-'aspartokinase subunit A" 

/protein_id="AAD49567.1" 

/dbxref^"Gl:57334ir 

/translation= ,, MALWQKYGGSSLESADRIKRVAERIVATKKAGNDW 
DTTDEIJJ)IAQQVNPAPPEREMDMLLTAGER 

VTTSVHGNARIIDVTPSRVTEAIJ3QGYIALVAGFQGVAQDTKDITTLGRGGSDTTAV^ 
I^AAIJSTADVCEIYSDVDGVYTADPRVWDAKK^ 

YARRYGVPIRVRSSYSDKPGTTVTGSIEEIPVEQAIJTGVAHDRSEAKITVrGVPDHT 
GAAARIFRVIADAEIDIDMVLQNVSSTVSGRTDITFTLSKANGAKAVKE 
FESVLYDDHVGKVSWGAGMRSHTGWATFCEAl^AGVNIEIINTSEIRISW 
QLDDAVRAIHEAFELGGDEEAWYAGSGR" 
CDS 967..1485 
/gene-'askA" 
/note="Or£2" 
/codon_start=l 
/transl_table=ll 

/product- 'aspartokinase subunit B" 
/protein_id=" AAD49568. 1" 
/db_xref="GI:5733412 n 

/translation="MEQAIJTGVAHDRSEAKIT^ 
DMVLQNVSSWSGRTDITFTLSKANGAI^^ 

AGMRSHPGVTATFCEAIAEAGVNIEIINTSEIRISVLIRDAQLDDAVRAIHEAFELGG 
DEEAWYAGSGR" 
CDS 1485..2525 
/note="Orf3" 
/codon_start-l 
/transl_table=ll 

/product^aspartate-semialdehyde dehydrogenase" 
/protein_id="AAD49569. 1" 
/db_xre^"Gl:5733413" 

/teanslation= M MADGLRVGWGATGQVGAVMRKLIAEREFPLAELRYFASARSAG 
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SKLPWRDTEITIEDASTADPSGLDIALFSAGGSTSKAQAPRFAAAGVTVIDNSSAFRM 

DPDVTLWSEVNPEAVKEARKGIIANPNCTTIAA^ 

SGSGLAGVDEI^GQVRAAAEHASLLTHDGAAIDFPKP 

GEFETDEEKKPRNESRKILSIPGIAVSCTCVRVPVFSGHSVSVNAEFERPLSVERATE 

IXTHAPGVELSEEPTPLQAAGNDPSWGRIRVDPGVEGGRG1ALFLSNDNLRKGAALN 

AIQIAELVAQQL" 

ORIGIN 

1 ggtacccgcg tgtgctgtgc atcactcggg aggaagggct ccgcgcattt cgttggtgtt 
61 gcggaagttt tacttccgcg acacccaccg gagggatccg ccccacgtca agagggtggc 

121 gggccgccga agccccggta ggctcctggt caaatcatgg gacgcggggg ctctccggtg 

181 cccaccaggg agccgcccgg cccgcgagga ggttcgggcg tggccctcgt ggtccagaag 

241 tacggcggat cgtcgctgga aagtgccgac cggatcaagc gcgtggcgga gcggatcgtc 

301 gcgacgaaga aggcgggcaa cgacgtcgtc gtcgtctgct cggcgatggg tgacaccacc 

361 gacgagctgc tcgacctggc gcagcaggtc aacccggcgc cgccggagcg ggagatggac 

421 atgctgctca ccgccggtga gcgcatctcg aactcgctgg tcgcgatggc gatcgcggcc 

481 cagggcgccg aggcgtggtc gttcaccggt tcgcaggccg gcgtcgtcac gacgtcggtg 

541 cacggcaacg cgcgcatcat cgacgtcacg ccgagccggg tcaccgaggc gctcgaccag 

601 gggtacatcg cgctggtggc gggcttccag ggcgtcgcgc aggacaccaa ggacatcacc 

661 acgctgggcc gcggcggctc ggacaccacc gccgtcgcgc tggccgccgc gctgaacgcc 

721 gacgtctgcg agatctactc cgatgtggac ggtgtgtaca cggcggaccc gcgggtggtg 

781 ccggacgcga agaagctcga caccgtcacg tacgaagaga tgctcgagct cgccgcgagc 

841 gggtcgaaga tcctgcacct gcgttcggtc gagtacgcgc gccgctacgg cgtcccgatc 

901 cgagtccgtt cttcctacag cgacaagccg ggcacgacgg tgaccggttc tatcgaggag 

961 atccccgtgg aacaagccct gatcaccggt gtggcgcacg accgctccga agccaagatc 
1021 acggtcaccg gggtgccgga ccacaccggc gccgcggccc ggatcttccg cgtgatcgcc 
1081 gacgccgaga tcgacatcga catggtgctg cagaacgtgt ccagcaccgt ctccggccgc 
1141 acggacatca cgttcacgct gtcgaaggcc aacggcgcca aggccgtcaa ggaactggag 
1201 aaggtccagg cggagatcgg cttcgagtcg gtcctctacg acgaccacgt cggcaaggtg 
1261 tcggtggtcg gcgccgggat gcgctcgcac ccgggtgtca cggcgacgtt ctgcgaagcg 
1321 ctggccgagg ccggcgtcaa catcgaaatc atcaacacct cggagatccg catttcggtg 
1381 ctgatccgcg acgcgcagct cgacgacgcc gtgcgcgcga tccacgaggc attcgaactc 
1441 ggcggcgacg aagaagccgt cgtctacgcg gggagtggtc gctgatggcg gacgggctgc 
1501 gggtcggggt ggtcggcgcg accggccagg tcggtgcggt gatgcgcaag ctgctggcgg 
1561 agcgggagtt cccgatcgcc gagctgcgct acttcgcttc ggcgcgctcg gcggggtcga 
1621 aacttccgtg gcgtgacacc gaaatcacga tcgaggacgc ctcgacggcg gatccgtccg 
1681 gtttggacat cgcgctgttc tcggcgggcg gctcgacgtc gaaggcgcag gccccgcggt 
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1741 tcgccgcggc cggggtcacg gtgatcgaca actcgtcggc gttccggatg gacccggacg 
1801 tgccgctggt cgtcagcgag gtcaatcccg aggctgtcaa ggaagcgcgc aaggggatca 
1861 tcgcgaatcc caactgcacc acgatcgccg cgatgccggt gctgaagccg ctgcacgacg 
1921 aggccggcct ggtccggctg gtcgcgtcga cgtaccaggc ggtgtccggc agcgggctgg 
1981 ccggcgtcga cgagctcgcc gggcaggtgc gggcggcggc cgagcacgca tcgctgctga 
2041 cccacgacgg cgcggcgatc gacttcccga agccggagaa gtacgtccgg ccgatcgcgt 
2101 tcaacgtcct cccgatggcc gggtccattg tggacgacgg cgagttcgag acggacgaag 
2161 agaagaagtt ccgcaacgag agccgcaaga tcctgagcat cccgggtctc gccgtctcgt 
2221 gcacctgcgt ccgggtgccg gtgttctcgg gccattcggt ctcggtgaac gcggagttcg 
2281 agcggccgct gtcggtcgag cgcgcgacgg agctgctgac ccacgcgccg ggcgtcgagc 
2341 tgtcggagga accgacaccc ctgcaggcgg cgggcaacga cccgagctac gtcggccgca 
2401 tccgcgtgga cccgggtgtc gagggcggcc gcgggctcgc gctgttcctc tcgaacgaca 
2461 acctgcgcaa gggcgcggcg ctcaacgcca tccagatcgc ggagctggtc gcccagcagc 
2521 tctgacgacc acgccgaagg cccctcaccg agcgcggtga ggggccaacg cgtgaattca 
2581 cggccgggtt gcgccgtagc aggcgaggta gcgcgtcttc aggaactcgc gttccgggcg 
2641 gccggtgtag gcccagacga gcgcgtccgc gtgcacgccg agcaccttga actgctcgac 
2701 ggcctcgtcg caccggtcgt tcgccaccag tgccttggcc gcgtacgcgc ggtcgcggag 
2761 gttcgccggg tggtcccggc cttcgccgtc cagccaaggc cggacgacgt ccagggcgag 
2821 cttggtccgg tcgctcttcc aggccgcgac gcccttgtcc tccgcttcgt gcgcggcgac 
2881 gagcgctagg cccgccagct tcggcgcctt gtcgagggct tcgtcggcga acgcgaacat 
2941 ctgctcgtgc gagccgaacc acttggcgca ccagtactgc ag 



[ GENETYX : Amino Acid Sequence Homology Data ] 

Date : 2005.06.09 

1st Amino Acid Sequence 

File Name : Amycolatopsis mediterranei_askA. pr j 

Sequence Size : 421 

2nd Amino Acid Sequence 

File Name : M.methylotrophus ask.prj 

Sequence Size : 409 

Unit Size to Compare = 2 
Pick up Location = 1 



[49.633% / 409 aa] INT/OPT . Score : < 285/ 982 > 

1' MALWQKYGG SSLESADRIK RVAERIVATK KAGNDWWC SAMGDTTDEL LDLAQQVNPA PPEREMDMLL 

*** m ****** t * ** f .** * mm * * ii **** ***...*. * ..** * **.*... 

1" MALIVQKYGG TSVANPERIR NVARRVARYK ALGHQVWW SAMSGETNRL ISLAKEIMQD PDPRELDVMV 

71' TAGERISNSL VAMAIAAQGA EAWSFTGSQA GWTTSVHGN ARIIDVTPSR VTEALDQGYI ALVAGFQGVA 

** ^ . * .* *.**.*. ..* ***^* ** +* > ******* t 

71" STGEQVTIGM TALALMELGI KAKSYTGTQV KILTDDAFTK ARILDIDEHN LKKDLDDGYV CWAGFQGVD 

141 1 QDTKDITTLG RGGSDTTAVA LAAALNADVC EIYSDVDGVY TADPRWPDA KKLDTVTYEE MLELAASGSK 
***** ******* # ** *****^** * > ** > ****** *******^* . . ** ..*.** *** 

141" ANG-NITTLG RGGSDTTGVA LAAALKADEC QIYTDVDGVY TTDPRWPEA RRLDKITFEE MLELASQGSK 

211 1 ILHLRSVEYA RRYGVPIRVR SSYSDK-PGT TVTGSIEEIP VEQALITGVA HDRSEAKITV TGVPDHTGAA 
> * i **** t * m * * # ** **.... ** .* . .* .*...*.*.* .*.****■*■* ***** #> * * 
210" VLQIRSVEFA GKYKVKLRVL SSFEEEGDGT LITFEENEEN MEEPIISGIA FNRDEAKITV TGVPDKPGIA 

280' ARIFRVIADA EIDIDMVLQN VSSTVSGRTD ITFTLSKANG AKAVKEL-EK VQAEIGFESV LYDDHVGKVS 
* ^*** ** ** t ** * ** .***. *.. .**.. * . * **..* ** >tt *** 

280" YQILGPVADA NIDVDMIIQN VGAD — GTTD FTFTVHKNEM NKALSILRDK VQGHIQAREI SGDDKIAKVS 

34 9' WGAGMRSHP GVTATFCEAL AEAGVNIEII NTSEIRISVL IRDAQLDDAV RAIHEAFELG GDEEAWYAG 
*** # ***** * * ** > * i ** >> * > **** i * t * i * # t ** *,.*.**.* 

348" WGVGMRSHV GIASQMFRTL AEEGINIQMI STSEIKIAW IEEKYMELAV RVLHKAFGLE NA 
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AL162756. Reports Neisseria meningi...[gi: 7380091] Links 

LOCUS NMA5Z2491 1218 bp DNA linear BCT 16-APR-2005 

DEFINITION Neisseria meningitidis serogroup A strain Z2491 complete genome; 
segment 5/7. 

ACCESSION AL162756 REGION: complement(298368..299585) 

VERSION AL162756.2 GI:7380091 

KEYWORDS 

SOURCE Neisseria meningitidis Z2491 
ORGANISM Neisseria meningitidis Z2491 

Bacteria; Proteobacteria; Betaproteobacteria; Neisseriales; 

Neisseriaceae; Neisseria. 
REFERENCE 1 (bases 1 to 1218) 
AUTHORS Parkhill,J., Achtman,M., James,KD M Bentley,S.D., Churcher,G, 

Klee.S.R., Morelli,G., Basham,D., Brown,D., Chillingworth^T., 

Davies,R.M M Davis,P., Devlin,K, Feltwell.T., Hamlin,N., 

Holroyd,S., Jagels,K, Leather,S., Moule,S., Mungall,K, 

Quail,M.A, Rajandream,M.A, Rutherford, KM., Sirnmonds,M., 

Skelton,J., Whitehead,^, Spratt,B.G. and Barrell,B.G. 
TITLE Complete DNA sequence of a serogroup A strain of Neisseria 

* 

meningitidis Z2491 
JOURNAL Nature 404 (6777). 502-506 (2000) 
PUBMED 10761919 
REFERENCE 2 (bases 1 to 1218) 
AUTHORS ParkhilU. 
TITLE Direct Submission 

JOURNAL Submitted (30-MAR-2000) Submitted on behalf of the Neisseria 
sequencing team, Sanger Centre, Wellcome Trust Genome Campus, 
Hinxton, Cambridge CB10 ISA E-mail: parkhill@sanger.ac.uk 
COMMENT Notes: 

Details of N. meningitidis sequencing at the Sanger Centre are 
available on the World Wide Web. 

(URL, http://www.sanger.ac.uk/Projects/N_meningitidis/). 
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FEATURES Location/Qualifiers 
source 1..1218 

/organism-'Neisseria meningitidis Z2491" 

/mol_type-' genomic DNA" 

/strain= ,, Z2491" 

/db_xref="taxon:i22587" 

/note-'serogroup: A" 
gene 1..1218 

/gene="lysC" 
CDS 1..1218 

/gene="lysC" 

/EC_number="2. 7.2.4" 

/note="NMA1701, lysC, aspartate kinase, len- 405aai 

similar to many eg. SW:P26512 (AKAB.CORGL) lysC, aspartate 

kinase from Corynebacterium glutamicum (Brevibacterium 

flavum) (421 aa) fasta scores; EO: 0, 49.6% identity in 

409 aa overlap. Contains Pfam match to entry PF00696 

aakinase, Aspartate kinases, Glu tarn ate kinases and Gamma 

glutamate phospho -reductases and Prosite match to PS00324 

Aspartokinase signature." 

/codon_start=l 

/transl_table= 1 1 

/product=" aspartate kinase" 

/protein_id="CAB84929. 1" 

/db_xref="Gl:7380342 M 

/db_xref= n GOA:Q9JTN3" 

/db.xref^InterProlPROOKMS' 1 

/db_xref^ ,, InterPro:lPR001057 M 

/db_xref="InterPro:lPR001341 M 

/db_xret="InterPro:lPR002912 H 

/db_xref^InterPro:lPR005260" 

/db_xref^"UniProt/TrEMBL:Q9JTN3" 

/translation= n MALrVHKYGGTSVGSPERIKNVAKRVAKA^ 

GETNRLVAlJUiEMQEHPDPRELDVVLSTGEQVTIGL^^ 

KTDTAHTKArUESIDDEKMRADLTAGKVVWAGFQGISSEGDISTLGRGGSDTSAVAL 
AAALKADECQIYTDTOGVYTTDPRVWEARRM^ 
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AGKYKVRIJtVLSSLQDGGNGTLITFEEDDNM 

VAYQILGAVADANIEVDMIIQNVGSEGTTDFSFTVPRGDYKQTLEILSERQDSIGAAS 
IDGDDWCKVSAVGLGMRSHVGVAAKIFRT^ 
LATRVLHKAFNLG" 
misc_feature 13.. 39 

/gene-'lysC" 

/note- 'PS00324 Aspartokinase signature. " 
misc_feature 205..882 

/gene="lysC n 

/note="Pfam match to entry PF00696 aakinase, Aspartate 
kinases, Glutamate kinases and Gamma glutamate 
phospho-reductases, score 114.30, E-value 2.3e-30 fl 

ORIGIN 

1 atggcgttaa tcgtacacaa atacggcggc acatccgtag gctcgcccga acgcattaaa 
61 aacgtggcca aacgtgtcgc caaagcccgc gccgaaggac acgacatcgt cgtcgtcgta 

121 tccgccatga gcggtgaaac caaccgcctg gtcgcgttgg cgcacgaaat gcaggagcat 

181 cccgatccgc gcgaattgga cgtggttttg tccaccggcg aacaagtaac catcggcctt 

241 ttggcgatgg cattgaaaga catcggcgtg gatgccaaaa gctacacagg ctggcaggtc 

301 gccctcaaaa ccgataccgc ccacaccaaa gcccgcatcg aaagcattga tgacgaaaaa 

361 atgcgtgccg accttaccgc cggcaaagtc gtcatcgttg ccggcttcca aggcatcagc 

421 agtgaaggcg atatttccac gctcggacgc ggcggttccg acacttccgc cgttgcgctt 

481 gccgcagccc tcaaagcgga cgaatgccaa atctataccg acgtggacgg cgtgtacacc 

541 accgatccgc gcgtcgtacc cgaagcgcgc cgcatggata cggttacatt tgaagaaatg 

601 atcgaattgg caagcctcgg ctcgaaagtc ttgcaaatcc gttcagtaga attcgccgga 

661 aagtacaaag tgcgcctgcg cgtactgagc agcctgcaag acggcggcaa tggcacctta 

721 attacctttg aagaggacga caacatggaa agagctgccg taaccggtat cgcattcgat 

781 aaaaaccaag cccgcatcaa cgtgcgcggc gtacccgaca aacccggtgt cgcctatcag 

841 attttgggcg cggtcgccga tgccaacatc gaagtcgata tgattatcca aaatgtcggc 

901 agcgaaggca caaccgattt ttcctttacc gtaccgcgcg gcgattacaa gcagactttg 

961 gaaatcctgt cggaacgcca agacagtatc ggcgcggctt ctattgatgg cgacgacacc 
1021 gtgtgcaaag tctccgcagt cggtttgggt atgcgttcgc acgtcggtgt agccgccaaa 
1081 atcttccgca cgctcgccga agagggtatc aacatccaaa tgatttccac ctccgaaatc 
1141 aaagtttccg tattgattga tgaaaaatac atggaactgg caaccagggt attgcataaa 
1201 gcctttaatt tgggctga 
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[ GENETYX : Amino Acid Sequence Homology Data ] 

Date : 2005.06.09 

1st Amino Acid Sequence 

File Name : Neisseria meningitidis_ask.prj 

Sequence Size : 405 

2nd Amino Acid Sequence 
File Name : MM.prj 

Sequence Size : 409 

Unit Size to Compare = 2 
Pick up Location = 1 



[70.197% / 406 aaj INT/OPT. Score : < 

1* MALIVHKYGG TSVGSPERIK NVAKRVAKAR 
***** ^ *** * *** ^**** f *** t *** > 

1" MALIVQKYGG TSVANPERIR NVARRVARYK 

71' STGEQVTIGL LAMALKDIGV DAKSYTGWQV 
********* # * > ** <<< * < f ****** ** 

71" STGEQVTIGM TALALMELGI KAKSYTGTQV 

141' SEGDISTLGR GGSDTSAVAL AAALKADECQ 
* * **** ***** # *** ********** 

141" ANGNITTLGR GGSDTTGVAL AAALKADECQ 

211' LQIRSVEFAG KYKVRLRVLS SLQDGGNGTL 
********** ****^***** * >i>t * i *** 

211" LQIRSVEFAG KYKVKLRVLS SFEEEGDGTL 

280' QILGAVADAN IEVDMIIQNV GSEGTTDFSF 
**** ***** ********* * >> ***** > * 

281" QILGPVADAN IDVDMIIQNV GADGTTDFTF 

349' LGMRSHVGVA AKIFRTLAEE GINIQMISTS 
*******^* f>> ******* ********** 

351" VGMRSHVGIA SQMFRTLAEE GINIQMISTS 



870/ 1400 > 

AEGHDIWW SAMSGETNRL VALAHEMQEH PDPRELDWL 
* ** >t **** ********** ..**.*. .. ******** m 

ALGHQWWV SAMSGETNRL ISLAKEIMQD PDPRELDVMV 

ALKTDTAHTK ARIESIDDEK MRADLTAGKV VIVAGFQGIS 
** * ** *** ** ^ ** ># * * t ****** f> 

KILTDDAFTK ARILDIDEHN LKKDLDDGYV CWAGFQGVD 

IYTDVDGVYT TDPRWPEAR RMDTVTFEEM IELASLGSKV 
********** ********** * < * >t ***+* f **** **** 

IYTDVDGVYT TDPRWPEAR RLDKITFEEM LELASQGSKV 

ITFEE-DDNM ERAAVTGIAF DKNQARINVR GVPDKPGVAY 
***** ** * **** ....*.*.* *******^** 

ITFEENEENM EEPIISGIAF NRDEAKITVT GVPDKPGIAY 

TVPRGDYKQT LEILSER-QD SIGAASIDGD DTVCKVSAVG 

** *.**... *. * * .*.** *.. ***.** 

TVHKNEMNKA LSILRDKVQG HIQAREISGD DKIAKVSWG 

EIKVSVLIDE KYMELATRVL HKAFNLG 
*** >< * > * i( * ********* ***** 

EIKIAWIEE KYMELAVRVL HKAFGLENA 
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l: AF065 159. Reports Bradyrhizobium ja...[gi:6655022] Links 

LOCUS AF065159 891 bp DNA linear BCT 03-JAN-2000 

DEFINITION Bradyrhizobium japonicum putative arylsulfatase (arsA), putative 
soluble lytic transglycosylase precursor (sltA), 

dihydrodipicolinate synthase (dapA), MscL (mscL), SmpB (smpB), BcpB 

(bcpB), RnpO (rnpO), RelA/SpoT homolog (relA), PdxJ (pdxJ), and 

acyl carrier protein synthase AcpS (acpS) genes, complete cds; 

prokaryotic type I signal peptidase SipF (sipF) gene, sipF-sipS 

allele, complete cds; RNase III (rnc), GTP-binding protein Era 

(era), hypothetical protein, recO-like protein, topoisomerase II 

(gyrA), putative ABC transporter, putative GMC-oxidoreductase, 

hypothetical protein, putative cytochrome C binding protein (cyc4), 

putative polytopic integral membrane protein, superoxide dismutase 

SodM-like protein, putative inner membrane protein, AttM-Uke 

protein (attM), adenylate cyclases-like protein, and putative inner 

membrane protein (spcT) genes, complete cds; and unknown genes. 
ACCESSION AF065159 REGION: 4811..5701 
VERSION AF065159.3 GI:6655022 
KEYWORDS 

SOURCE Bradyrhizobium japonicum 
ORGANISM Bradyrhizobium japonicum 

Bacteria; Proteobacteria; Alphaproteobacteria; Rhizobiales; 
Bradyrhizobiaceae; Bradyrhizobium. 
REFERENCE 1 (bases 1 to 891) 
AUTHORS Mueller,R and Stingel,D. 

TITLE Extended DNA sequencing in the upstream region of sipF in 

Bradyrhizobium japonicum 
JOURNAL Unpublished 
REFERENCE 2 (bases 1 to 891) 
AUTHORS MueUer,P and Stingel.D. 
TITLE Direct Submission 

JOURNAL Submitted (27-OCT- 1999) Biology. Philipps Universitaet Marburg, 
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Karl-von-Frisch-Strasse, Marburg 35032, Germany 
REMARK Sequence update by submitter 
REFERENCE 3 (bases 1 to 891) 
AUTHORS Mueller,P. and Stingel,D. 
TITLE Direct Submission 

JOURNAL Submitted (03-JAN-2000) Biology, Philipps Universitaet Marburg, 

Karl-von-Frisch-Strasse, Marburg 35032, Germany 
.REMARK Sequence update by submitter 
COMMENT On Jan 3, 2000 this sequence version replaced gi:6 136295. 
FEATURES Location/Qualifiers 
source 1..891 

/organism="Bradyrhizobium japonicum" 
/m o Ltype- ' ge n om ic DNA M 
/strain="USDA 110spc4" 
/db.xref^" taxon: 375" 
gene 1..891 

/gene-'dapA" 
CDS 1..891 

/gene= M dapA" 

/function-' involved in the biosynthesis of the rhizopine 
3-0-methyl-scyllo-inosamine n 

/function="catalyzes the first step in the biosynthesis of 
diaminopimelate and lysine from aspartate semialdehyde" 
* /note-'similar to the MosA protein of Sinorhizobium 
meliloti." belongs to the DHDPS family" 
/codon_start= : l 
/transl_table=ll 

/product="dihvdrodipicolinate synthase" 
/protein_id=" AAF04320. 1" 
/db_xre^ M Gl:6136299'' 

/translation="MAAKTKFRGSFTALVTPFKNGSLDEAAFRSLVNWQISEGTNGLV 

PVGTTGESPTLSHDEHKKVVEWCIEEAKGRVPWAGAGSNSTO 

AVLWTPYYNKPTQEGMYQHFKAINDAIGIPIIIYNIPPRSVTDM^ 

IAGVKDATASMVRVSQQRAAMGEDFNQLSGEVATILGYMAQCGHGCISVTSNVAPRLC 

SEFHTAWQKGDQRTALKLHDKIAIPVHNNLFIESN^ 

VTEPTRVAVRSAMVHAGLIN" 
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ORIGIN 

1 atggcagcca agacgaaatt ccgggggtcg ttcaccgcct tggtcacgcc gttcaagaac 
61 ggctcgctcg acgaggcagc gttccgctcc ctggtcaact ggcagatttc cgagggcacc 
121 aacggactgg tcccggtcgg cacgacaggc gagagcccga cgctcagcca tgacgagcac 
181 aagaaggtcg tcgagtggtg catcgaggag gccaagggcc gcgtgcccgt ggttgccggt 
241 gccggctcca actcgaccaa ggaggcgatc gagctggccc agcacgccga gaaggcgggc 
301 gcggacgccg tgctggtggt gacgccttac tacaacaagc cgacccagga agggatgtac 
361 cagcacttca aggcgatcaa cgatgcgatc gggattccaa tcatcattta caacatcccg 
421 ccgcgctcgg tgatcgacat gtcggtcgac accatgaagc ggctgtggga gctgaagaac 
481 atcgccggcg tcaaggacgc caccgccagc atggtccgcg tgtcgcagca gcgtgccgcg 
541 atgggcgagg acttcaacca gctctcgggc gaggtagcga ccatcctcgg ctacatggcc 
601 caatgcggcc acggctgcat ctcggtgacc tcgaacgtcg caccgcgcct gtgctcggag 
661 ttccacaccg cctggcagaa gggcgatcaa cgcaccgcgc tgaagctgca cgacaagctg 
721 atgcccgtgc acaacaacct cttcatcgag agcaatccgg cgccgatcaa gtacgcgatg 
781 tcgctgctcg gcaagcttga cgagacgctg cggctgccga tggtgccggt gaccgagcca 
841 acgcgcgttg ccgtgcgcag cgccatggtt cacgctggcc tgatcaactg a 



[ GENETYX : Amino Acid Sequence Homology Data ] 

Date : 2005.06.09 

1st Amino Acid Sequence 

File Name : Bradyrhizobium japonicum_DDPS.prj 

Sequence Size : 296 

2nd Amino Acid Sequence 

File Name : M.methylotrophus DDPS.prj 

Sequence Size : 296 

Unit Size to Compare = 2 
Pick up Location = 1 



[45.329% / 289 aa] INT/OPT . Score : < 229/ 614 > 

1' MAAKTKFRGS FTALVTP-FK NGSLDEAAFR SLVNWQISEG TNGLVPVGTT GESPTLSHDE HKKWEWCIE 

** *^ .*.** .*.. .** * * . * . * ** + * *■****.. ** * ... ** 

1" MALGMLTGS LVAIVTPMFE DGRLDLDALK KLVDFHVEAG TDGIVIVGTT GESPTVDVDE HCLLIKTTIE 

70' EAKGRVPWA GAGSNSTKEA IELAQHAEKA GADAVLWTP YYNKPTQEGM YQHFKAINDA IGIPIIIYNI 
**** * * *^*** ** *** m>< * < **** * m * m * **-*-** > *** t *-***±* > ..** *.**. 

70" HVAKRVPVIA GTGANSTAEA IELTAKAKAL GADACLLVAP YYNKPSQEGL YQHFKAVAEA VDIPQILYNV 

14 0' PPRSVIDMSV DTMKRLWELK NIAGVKDATA SMVRVSQQRA AMGEDFNQLS GEVATILGYM AQCGHGCISV 
★ * m * * ** t ** tmm +* t * m f> * tt .** . * *. ** *. * *.* *** 

14 0" PGRTGCDLSN DTVLRLAQIR NIVGIKDATG GIERGTDLLL RAPADFAIYS GDDATALALM LLGGKGVISV 

210' TSNVAPRLCS EFHTAWQKGD QRTALKLHDK LMPVHNNLFI ESNPAPIKYA MSLLGKLDET LRLPMVPVTE 

* m ***** m p * t m * ..**...*..**.*.***.*.. . . * ***.*'... 

210" TANVAPKLMH EMCEHALNGN LAAAKAANAK LFALHQKLFV EANPIPVKWV LQQMGMIATG IRLPLVNLSS 

280' PTRVAVRSAM VHAGLIN 

^ * ** . * . . 
280" QYHEVLRNAM KQAEIAA 
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DDPS-2 



NC_003116. Reports Neisseria meningi...[gi: 15793034] Links 

LOCUS NC_003116 876 bp DNA linear BCT 19-MAY-2005 

DEFINITION Neisseria meningitidis Z2491, complete genome. 

ACCESSION NC 003116 REGION: complement(l073966.. 1074841) 

VERSION NC_003116.1 GI:15793034 

KEYWORDS 

SOURCE Neisseria meningitidis Z2491 
ORGANISM Neisseria meningitidis Z2491 

Bacteria; ProteobacteriaJ BetaproteobacteriaJ Neisseriales; 
NeisseriaceaeJ Neisseria. 
REFERENCE 1 (bases 1 to 876) 
AUTHORS Parkhill, J., Achtman,M., James,KD., BentleyS.D., Churcher,C., 
Klee.S.R., Morelli,G., Basham.D., Brown,D., Chillingworth,T., 
Davies,R.M., Davis,R, Devlin,K, Feltwell,T., Hamlin,N., 
Holroyd.S,, Jagels.K, Leather,S,, Moule,S., MungaU,K. t 
Quail,M.A., Rajandream,M.A., Rutherford,KIVL, Simmonds,M., 
Skelton.J., Whitehead^., Spratt,B.G. and Barrell,BG. 
TITLE Complete DNA sequence of a serogroup A strain of Neisseria 

meningitidis Z2491 
JOURNAL Nature 404 (6777). 502-506 (2000) 
PUBMED 10761919 
REFERENCE 2 (bases 1 to 876) 
AUTHORS 

CONSRTM NCBI Genome Project 
TITLE Direct Submission 

JOURNAL Submitted (27-SEP-2001) National Center for Biotechnology 
Information, NIH, Bethesda, MD 20894, USA 
REFERENCE 3 (bases 1 to 876) 
AUTHORS Parkhill,J. 
TITLE Direct Submission 

JOURNAL Submitted (30-MAR-2000) Sanger Centre. Wellcome Trust Genome 
Campus, Hinxton, Cambridge CB10 ISA, United Kingdom 
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COMMENT PROVISIONAL REFSEQ: This record has not yet been subject to final 
NCBI review. The reference sequence was derived from ALl 57959. 
COMPLETENESS- full length. 
FEATURES Location/Qualifiers 
source 1..876 

/organism-'Neisseria meningitidis Z2491" 
/mol_type=" genomic DNA" 
/db_xref="taxon: 122587" 
/serogroup="A" 
gene 1..876 

/gene-'dapA" 
/locus_tag= n NMA1124" 
/db_xref^"GeneID:907093 M 
CDS L.876 

/gene="dapA" 

/locus_tag="NMA1124" 

/EC_number="4.2.1.52" 

/codon_start=l 

/transl_table=ll 

/product= w dihvdrodipicolinate synthase" 
/protein_id="NP_283893. 1" 
/db_xre^ M Gr 15794071" 
/db_xref="CDD:pfam00701 fl 
/db_xre^"COG:COG0329" 
/db_xref= ,, GeneID:907093" 

/translation="MLQGSLVALITPMNQDGSIHYEQIJlDIJDWmENGTDGrv T AVGT 

TGESATI£VEEHTAVIEAVVKHVAKRWV^ 

VVPYYNKPSQEGMYRHFKAVAEAAAIPMILYNVPGRTW 

KEASGNIGSNIELINRAPEGFVVLSGDDHTALPFMLCGGHGVITVAANAAPKLFADMC 

RAALQGDIAIARELNDmPIYDTMFCEPSPAAPKWAVSALGRCEPHVR^ 

GQAKVRAALKASGQL" 

ORIGIN 

1 atgttacaag gtagcctggt tgccctgatt accccgatga atcaagacgg cagcatccat 
61 tacgaacaac tccgcgactt aatcgactgg cacattgaaa acggcacgga cggcatcgtc 
121 gccgtcggca cgacaggcga atccgccacc ctctccgtcg aagaacacac cgccgtcatc 
181 gaagccgtcg tcaaacacgt tgccaaacgc gtccccgtca tcgccggcac aggggcaaac 



241 aacaccgtcg aagccatcgc cctttcccaa gccgccgaaa aagccggggc ggactacacc 
301 ctctccgtcg tcccctatta caacaaacct tcgcaagaag gcatgtaccg ccatttcaaa 
361 gccgttgccg aagccgccgc gattccgatg atactctaca acgttcccgg cagaaccgtc 
421 gtcagcatga acaacgaaac catcctgcgc cttgccgaaa tccccaacat cgtcggcgtg 
481 aaagaagcca gcggcaacat cggcagcaac atcgaactca tcaaccgcgc gcccgaaggc 
541 ttcgtcgtcc tgtccggcga cgaccacacc gccctaccgt tcatgctctg cggcggacac 
601 ggcgtgatta ccgtagccgc caacgccgcg cccaagctct ttgccgatat gtgccgcgcc 
661 gcgcttcaag gcgatatcgc ccttgcacgc gaactcaacg accggctgat tccgatttac 
721 gacaccatgt tctgcgaacc cagccccgcc gcaccgaaat gggcggtatc cgccctgggc 
781 agatgcgaac cgcacgtccg cctgccgctc gttccgctga cggaaggcgg acaggcaaaa 
841 gtccgcgccg ccctgaaagc ctcaggacaa ctttaa 

[ GENETYX : Amino Acid Sequence Homology Data ] 

Date : 2005.06.09 

1st Amino Acid Sequence 

File Name : Neisseria meningitidis_DDPS . pr j 

Sequence Size : 291 

2nd Amino Acid Sequence 

File Name : MM+4.prj 

Sequence Size : 296 

Unit Size to Compare = 2 
Pick up Location = 1 



[54.167% / 288 aa] INT/OPT . Score : < 666/ 799 > 

1* MLQGSL VALITPMNQD GSIHYEQLRD LIDWHIENGT DGIVAVGTTG ESATLSVEEH TAVIEAWKH 
+ * *** ^* * * m ^ ****** **** ***** ^ * + 

1" MALGMLTGSL VAIVTPMFED GRLDLDALKK LVDFHVEAGT DGIVIVGTTG ESPTVDVDEH CLLIKTTIEH 



67' VAKRVPVIAG TGANNTVEAI ALSQAAEKAG ADYTLSWPY YNKPSQEGMY RHFKAVAEAA AIPMILYNVP 
********** ******** ,*,. *. * * + * * t ** ******** ^* ( ********^ ** ****** 

71" VAKRVPVIAG TGANSTAEAI ELTAKAKALG ADACLLVAPY YNKPSQEGLY QHFKAVAEAV DIPQILYNVP 



137' GRTWSMNNE TILRLAEIPN IVGVKEASGN IGSNIELINR APEGFWLSG DDHTALPFML CGGHGVITVA 

*** ...*. *.***★.*.* ***.*.*.*. * *. * **..*.. ** ** ★**..** ** t *** m * m 

141" GRTGCDLSND TVLRLAQIRN IVGIKDATGG IERGTDLLLR APADFAIYSG DDATALALML LGGKGVISVT 

207' ANAAPKLFAD MCRAALQGDI ALARELNDRL IPIYDTMFCE PSPAAPKWAV SALGRCEPHV RLPLVPLTEG 

** t ****_ m ** **.*.. * *.. *..* * * ..* . ** . . .. . ***** *.. 

211" ANVAPKLMHE MCEHALNGNL AAAKAANAKL FALHQKLFVE ANPIPVKWVL QQMGMIATGI RLPLVNLSSQ 

277' GQAKVRAALK ASGQL 
t * t * ^ * 

281" YHEVLRNAMK QAEIAA 
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